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mals has been clearly established. These bacteria have been
detected world wide in products of animal origin and in
healthy animals as well as in surface water. A fourth species
Arcobacter cibarius was recently discovered on chicken car-
casses. Although evidence was found for the connection of
Arcobacter spp. with human and animal illness, Arcobacter
spp. can be pathogens, opportunistic pathogens and com-
mensals. The abundant presence of four Arcobacter species
in foods of animal origin and the recovery of these bacte-
ria from surface and drinking water suggest an important
role of these bacteria as foodborne or waterborne agent and
possibly as zoonotic agent. Results demonstrating the pres-
ence of potential virulence factors Arcobacter species will
be presented including the ﬁrst gene sequence comparisons
of Arcobacter and Campylobacter ﬂagella genes, to start the
discussion about the chances of Arcobacter spp. causing an
emerging food related disease.
doi:10.1016/j.ijid.2008.05.871
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Clostridium botulinum toxin is known one of the most
lethal bacterial toxin. There are reports of botulism intoxi-
cation due to consumption of traditional products in world.
The aim of this study was to evaluate bioassay technique
potential for C. botolinum toxin detection in Iranian tradi-
tional food samples. One hundred and thirty samples (57
cheese,2 kushk, and 63 smoked salted ﬁsh) were examined
by bioassay technique. Monovalent standard antitoxins were
used for detection of toxin type(APHA 1997). C. botolinum
toxin is detected in 6 samples (4.58%). The contamination
rate were 3.51% and 6.34% of traditional cheese samples and
smoked salted ﬁsh respectively. This study also demonstrate
type A and E were predominant types in cheese and smoked
ﬁsh samples respectively. The results of this study such as
others study are known bioassay is one of the most sensitive
methods of detection of botulinum toxin in food samples in
addition the use of correct processing methods and enough
temperature and not eating of non-paustrized products are
necessary for prevention of botulism disease.
doi:10.1016/j.ijid.2008.05.872
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Background: We report a ﬁrst outbreak of sapovirus
(SaV) in Taiwan. In May 2007, an outbreak of gastroen-
teritis occurred at a university in northern Taiwan. A total
of 55 students reported symptoms associated with acute
gastroenteritis and stool specimens were collected for lab-
oratory testing from eight patients.
Methods: Stool suspension (10% w/v) was prepared in
phosphate buffer and clariﬁed by centrifugation. The pre-
cipitated specimen was mixed with 2% phosphotungstic acid
and examined for the presence of viral particles with the
transmission electron microscope. RNA was puriﬁed from
stool suspension and reverse transcribed using SuperScript
III RNaseH (−) reverse transcriptase according to the man-
ufacture’s instructions. PCR was carried out using primers
directed against the conserved N-terminal capsid region.
Nucleotide sequences were prepared with the termina-
tor cycle sequence kit and determined with the ABI 3130
Avant sequencer. Nucleotide sequences were aligned using
Clustal X and the distances were calculated by Kimura’s two-
parameter method.
Results: Only one of the eight specimens was discovered
the presence of viral particles resembling the characteristic
of ‘‘Star of David’’ morphology with sizes of 35—40 microns.
Seven of 8 specimens were positive by RT-PCR for SaV. Phy-
logenetic analysis of the capsid region suggests it belongs to
a SaV GI/2 species. Further determination of the complete
subgenomic region reveals that Taiwan 2007 strain is closely
related to the isolate discovered in Japan 2004.
Conclusion: This is the ﬁrst report of a SaV-associated
outbreak of gastroenteritis in Taiwan. Many of earlier SaV
outbreak reports described GI/1 infection, which was a
different genotype to the one in this study (GI/2). SaV symp-
toms are though to be milder than norovirus infection, this
outbreak highlighting the need to increase in SaV surveil-
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Background: Vibrio cholerae O1 strains that are hybrids
between the classical and El Tor biotypes were ﬁrst
described in Matlab, Bangladesh in 2002 and then during
two consecutive years (2004—2005) from diarrheal patients
in Mozambique. Such hybrid strains carry genes of classi-
cal type in CTX prophage but have phenotypic features in
between classical and El Tor. Recently in our area in north
India,seven clusters of cholera occurred in areas where
cholera outbreaks had not been reported since 1994. Six
deaths were also reported. These strains were analysed for
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phenotypic characters like VP, polymyxin B susceptibility,
chick cell agglutination and sheep RBC hemolysis and car-
ried out PCR analysis of ctx A, tcp genes. MAMA (Mismatched
ampliﬁcation mutation assay) PCR described by Lorita et al
detects the ctxB sequence difference between classical and
ElTor biotypes was used to conﬁrm the hybrid vibrios. It
detects the sequence difference on nucleotide at position
2003 of the ctxB gene.
Results: A total of 745 cases of cholera were admitted
with an attack rate of 183 cases per thousand population.
Number of cases varied from 15 to 400 in six clusters. Con-
tamination of underground water supply (tubewell, wells
and handpumps) was responsible. V. cholerae O1 Ogawa
were isolated from stool cultures. Phenotypic characteri-
zation of 26 isolates revealed majority belonged to Eltor
biotype. PCR showed tcp and ctxA of ElTor type in all strains.
MAMA PCR results showed ctxB gene of both ElTor and Clas-
sical type in 66% of isolates.
Conclusion: Classical Vibrio cholerae has been extinct in
Indian sub-continent since 1993 but the reservoir of its genes
is present in the environment where genetic recombination
is occurring. Hybrid vibrios may be more prevalent rather
than being restricted to Bangladesh and Mozambique and
may have pandemic potential.
doi:10.1016/j.ijid.2008.05.874
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Background: FcG Receptors II (FcGRII) mediate a vari-
ety of biological response, including Antibodies Dependent
Enhancement (ADE). The ADE theory shows that the pres-
ence of circulating dengue-speciﬁc IgG antibodies can
enhance the viral entry trough FcGR and constitutes the
largest risk factor for the individuals to develop of Dengue
Hemorrhagic Fiver (DHF). An Arginine (R) to Histidine (H)
substitution at position 131 of the FcGRIIa gene change the
IgG binding afﬁnity of the receptor with reduced opsoniza-
tion of IgG2 associated with the arginine variant. The
exceptional epidemiological circumstances in Cuba allow us
to maintain a homogeneous sample with a similar history
of natural dengue virus infections. In this work we investi-
gate whether homozygosity for the arginine variant might be
associated with a reduced risk of DHF caused by ADE and the
subclass of IgG in the acute serum samples from individuals
who suffered secondary infection to dengue 2 virus in the
epidemic of Santiago de Cuba in 1997 with different clinical
pictures.
Methods: The Subclass of IgG were detected using Dot
Blot in the soluble fraction and the immunocomplex fraction
of the dengue acute serum samples kinetically collected.
The DNA samples were studied to determine the polymor-
phism associated to Fc gamma receptor IIa. The FcGRIIa
genotypes (R/R131, H/H131 and R/H131) and allelic fre-
quencies were compared.
Results: IgG1 are the predominant IgG subclass during the
dengue acute infection even as a part of the immunocomplex
or free in the serum. On the other hand IgG3 levels, only
detected in the immunocomplex fraction, were observed in
DF cases. The distribution of FcGRIIa genotype frequencies
in Santiago de Cuba population showed the predominant RH
genotype and the homozygocity for arginine variant did not
found any protective effect associate to dengue infection in
our population.
Conclusion: The IgG subclass involved in dengue infection
are IgG1 and IgG3 and the ADE phenomenon probably take
place by the FcGRIIIa and FcGRIIIb associate with these IgG.
doi:10.1016/j.ijid.2008.05.875
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Two new polyomaviruses, WU- and KI, were identiﬁed in
the last year in respiratory specimens from patients with res-
piratory tract infections in Australia, the USA and Europe.
Limited information is so far available about their distribu-
tion or disease potential. Here we report the screening of
nasopharyngeal aspirates (NPA) of patients with respiratory
tract infections from hospitals in South Africa. WU virus was
detected in 8% of cases which is signiﬁcantly higher than
previously reported and KI virus in <1%. Most cases were
in children <3 years of age (95%). HIV exposure or infec-
tion was detected in 48% of WU virus positive cases which
may account for the higher incidence in this group. Partial
sequencing of the VP1 gene identiﬁed 4 distinct WU strains
in South Africa, of which two were unique. KI viruses were
identical to strains from Sweden. Further investigation is
needed to determine the role of WU polyomaviruses in lower
respiratory tract disease in HIV positive patients.
doi:10.1016/j.ijid.2008.05.876
